We present molecular data from 90 Greek boys with Duchenne or Becker muscular dystrophy using cDNA analysis or mVltiplex PCR or both. Deletions were detected in 63*3% ofpatients and were mainly clustered in two areas of the gene, one in the 3' and one in the 5' end of the gene (exons 3-19 and 44-53 
Southern blot analysis using cDNA probes and multiplex PCR reactions have shown that 65-70% of DMD or BMD patients have de- letionsl" or duplications5 of one or more exons of the gene. In the remaining 35%, the disease is assumed to result from point mutations. 6 The percentage of detectable deletions in DMD/ BMD patients is similar for all the populations studied so far, with the exception of an Israeli study, where the reported incidence is very low (39%). 7 Deletions in the dystrophin gene are preferentially clustered in two areas, one in the 5' end, between exons 3 to 7, and one in the central to 3 ' end with the majority of breakpoints in intron 44. 8 Thus with the use of multiplex PCR for the most commonly deleted exons, it is possible to detect 98% of the deletions detected with cDNA probes.89
In the present study, we estimated the frequency and extent of deletions in 90 Greek DMD/BMD boys using cDNA analysis and multiplex PCR analysis and compared the map of intragenic deletions and breakpoint "hot spots" detected in the Greek population with those of other populations. It is obvious that the experience obtained from this study greatly facilitates diagnosis and prenatal testing for the muscular dystrophies in Greece. The discontinuous deletion detected may be the result of a complex rearrangement within the gene in that particular region. Very few discontinuous deletions have been reported so far. 2' 22 A small increase was noted in the percentage of detectable deletions in isolated rather than familial cases but not to the extent reported by others.22 However, while this is true for the Duchenne cases the opposite was observed for the Becker cases and this is in contradiction to the above report. Moreover, our data do not support the hypothesis that proximal and distal deletions occur equally in familial cases23 and we observed that in isolated cases the ratio is much higher than the reported one.
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